Medical and health data are often collected for studying a specific disease. For such same-disease microdata, a privacy disclosure occurs as long as an individual is known to be in the microdata. Individuals in samedisease microdata are thus subject to higher disclosure risk than those in microdata with different diseases. This important problem has been overlooked in data-privacy research and practice, and no prior study has addressed this problem. In this study, we analyze the disclosure risk for the individuals in same-disease microdata and propose a new metric that is appropriate for measuring disclosure risk in this situation. An efficient algorithm is designed and implemented for anonymizing same-disease data to minimize the disclosure risk while keeping data utility as good as possible. An experimental study was conducted on real patient and population data. Experimental results show that traditional reidentification risk measures underestimate the actual disclosure risk for the individuals in same-disease microdata and demonstrate that the proposed approach is very effective in reducing the actual risk for same-disease data. This study suggests that privacy protection policy and practice for sharing medical and health data should consider not only the individuals' identifying attributes but also the health and disease information contained in the data. It is recommended that data-sharing entities employ a statistical approach, instead of the HIPAA's Safe Harbor policy, when sharing same-disease microdata. 
INTRODUCTION
Health data sharing has greatly facilitated medical research, as well as health care delivery. Secondary use of data collected originally for patient care or research can individuals. However, if these k individuals have the same sensitive attribute value (e.g., a disease), then the adversary can achieve attribute disclosure, that is, disclosing the sensitive value of the target individual even though the individual is not definitely identified (because the individual has the same QI values as those of at least k− 1 other individuals).
In medical and health research, data are often collected for studying a specific disease. In this situation, it is quite likely that all the patients in the entire dataset have the same disease. We call such data same-disease microdata. Even though this microdata may also include individuals who do not have the disease (e.g., for comparison purposes), the records with and without the disease are typically known when the data are shared for secondary use. Same-disease microdata is common in medical and health research; examples include cancer registry [Centers for Disease Control and Prevention (CDC) 1992], diabetes cohort studies [van Dam et al. 2006] , and registry of HIV patients [Rabeneck et al. 2001] . In its data-sharing policy guidance document, NIH [2003] provides three examples of data-sharing plans. Two are related to same-disease cases. For same-disease microdata, a privacy disclosure occurs as long as an individual is known to be in the microdata (e.g., HIV registry), even though the individual cannot be identified. Thus, individuals in same-disease microdata are subject to higher disclosure risk than those with different diseases. In considering disclosure risk, neither the Safe Harbor nor statistical/computational approach (e.g., k-anonymity) has differentiated same-disease data from those having different diseases. Therefore, it is necessary to establish an appropriate disclosure risk metric for same-disease microdata. This disclosure is different from identity disclosure or attribute disclosure described earlier.
To formally study this disclosure-risk problem, we call the presence of an individual in a microdata set an instance and the disclosure of such a presence (without identifying the matching record for the individual) an instance disclosure.
In this study, we perform an instance disclosure-risk analysis for same-disease microdata and develop an effective approach to anonymizing the data adequately. The main contributions of this article include the following: (1) We show that Safe Harbor underestimates the disclosure risk for same-disease microdata and k-anonymity provides a misinformed risk estimate that can cause anonymized data to be either underprotected or overprotected. (2) We propose a new disclosure-risk measure and develop an efficient algorithm based on the proposed risk measure for anonymizing same-disease microdata. (3) Using two real patient datasets, we demonstrate the effectiveness of the proposed approach. Furthermore, we provide insights that are valuable to policymakers, data-sharing entities, and data-quality researchers and practitioners.
The rest of the article is organized as follows. In Section 2, we provide background information and related work. The details of the proposed approach are presented in Section 3, in which we discuss reidentification risks with HIPAA and k-anonymity, define an instance disclosure-risk measure for sharing same-disease microdata, and develop an efficient algorithm for anonymizing same-disease data accordingly. Section 4 describes an experimental study that compares our approach with the HIPAA Safe Harbor approach using two real-world datasets. Section 5 discusses the policy and practical implications of this study. We present our conclusions in Section 6.
BACKGROUND AND RELATED WORK

Data Quality Assessment in Privacy-Preserving Data Sharing
For general business settings, a number of quality measures have been established in the literature for assessing data and information quality [Pipino et al. 2002; Madnick et al. 2009 ]. These measures are, in general, compatible and consistent with respect to a common goal of providing valuable information. Data-quality problems in privacy-preserving data sharing are fundamentally different from traditional data quality problems in that there are two rather inconsistent objectives in the data-sharing scenario. The first objective is to minimize privacy-disclosure risks in the shared data in order to protect privacy. This means that the identifying and sensitive information must be either removed or altered before data is released, which causes information loss and reduces the utility of shared data. Consequently, the second objective is to keep the information loss as small as possible and to maintain the utility of the data for sharing. As a result, for a privacy-preserving data-sharing problem, there are two types of "data-quality" metrics, one for measuring disclosure risk and the other for measuring information loss or data utility.
Disclosure risk is typically measured by the probability of identifying an individual in the released data or the probability of finding the sensitive value(s) of an individual with or without knowing the identity of the individual [Adam and Wortmann 1989] . Disclosure-risk measures are related to the free-of-error and completeness measures in the general data-quality literature [Pipino et al. 2002] , but in an opposite sense (e.g., a high error rate in identifying an individual implies a small disclosure risk, thus is desirable). These measures often take a simple ratio or percentage form. For example, the maximum disclosure risk for an individual in a k-anonymized dataset is 1/k (to be explained in detail later).
Various solution approaches have been proposed to reduce disclosure risks. In health data-privacy practice, perhaps the most commonly used approach is generalization, which generalizes the original values to a higher-level category (Sweeney 2002; Garfinkel et al. 2007; Li and Sarkar 2014) . This is exactly the approach taken by k-anonymity. The other main approaches include noise-based perturbation, which adds noise to the sensitive data to disguise their true values (Liew et al. 1985; Li and Sarkar 2013) and data swapping, which involves exchange of attribute values between different records (Dalenius and Reiss 1982; Li and Sarkar 2011) . This work focuses on the generalization approach.
Information loss or data utility measures are directly related to the free-of-error, completeness, and relevancy measures in the data-quality literature [Pipino et al. 2002] . Their actual definitions may depend on data-anonymization methods used. For instance, when k-anonymity is applied, the original dataset is divided into a number of subsets, each containing the records that share the same QI attribute values. The number of subsets is an information-loss measure. A small number indicates that the QI values of the original records are generalized to a few very high-level categories, suggesting a large information loss, while a large number suggests a lower degree of generalization, thus a small information loss. Data-utility measures may also depend on application context. For example, if the anonymized data is to be used for building a prediction model, then the prediction accuracy based on the anonymized data will be an important data-utility measure. We should point out that, when evaluating the effectiveness of different privacy-preserving data-sharing approaches, it is important to examine the performances on both disclosure-risk and data-utility measures.
Related Work on Privacy Disclosure Risk
The essential idea behind the HIPAA policy is to protect patient privacy against identity disclosure; HIPAA does not provide guidelines on how to protect attribute disclosure. Following HIPAA, data-privacy studies in medical and health care domains focus mostly on identity disclosure. Several studies have considered reidentification risks in the context of population data [Sweeney 2000; Golle 2006] . It was estimated that somewhere between 63% [Golle 2006 ] and 87% [Sweeney 2002 ] of the US population can be uniquely identified with three QI attributes: gender, date of birth, and 5-digit ZIP code. Because these studies focus exclusively on population data and do not consider any Li and Sarkar 2011] . These studies attemptED to estimate reidentification risks based on both microdata and population data. Due to the difficulty in obtaining real population data, the studies typically used "surrogate" populations, such as random samples of a population, certain segments of a population, and summarized tables of census data. Statistical methods were then applied to estimate reidentification risks. However, these studies do not consider attribute disclosure risk.
Attribute disclosure problems have been studied quite extensively in the privacy literature outside the health data-privacy domain [Duncan and Lambert 1989; Machanavajjhala et al. 2006; Li et al. 2007; Li and Sarkar 2009; Li and Sarkar 2014] , for which it is typically assumed that there are multiple sensitive attribute values (e.g., multiple diseases) in microdata. Popular privacy models such as l-diversity [Machanavajjhala et al. 2006] and t-closeness [Li et al. 2007 ] have been developed to handle various attribute-disclosure problems. However, these models rely on the multiple-sensitive-value assumption to reduce attribute disclosure risk. The main idea is to anonymize data such that sensitive attribute values are well distributed for the individuals having the same QI attribute values. When the sensitive attribute has only a single value, as in the same-disease case, none of these approaches is applicable. As mentioned earlier, for same-disease microdata, a privacy disclosure occurs whenever an individual is known to be in the microdata. This disclosure, which we have called instance disclosure earlier, is different from identity disclosure or multivalued attribute disclosure described earlier.
Although same-disease data sharing is quite common, its privacy implications have been overlooked in data-privacy research. Prior approaches in the literature typically assume that there are different diseases in a released dataset. Same-disease data sharing calls for a focused study and a new approach to more effectively deal with its specific privacy-risk problem. In this work, we analyze disclosure risks for samedisease data and perform an experimental study. We contrast the instance-disclosure risk with the disclosure risks implied by the HIPAA SH rule and k-anonymity. We define the instance-disclosure measure and provide real estimates of instance-disclosure risk using real population data and patient microdata.
THE PROPOSED APPROACH
Reidentification Risks with HIPAA and k -Anonymity
HIPAA considers identity disclosure based on population data [DHHS 2000; DHHS 2002] . To illustrate the idea, consider an example segment of population data in Table I , which is publicly available (e.g., from voter registration lists). The original data contains 
Thus, with original data, the reidentification risk is 1/2 for Helen and Irene and is one (100%) for the other individuals. With Zip3 and YOB representation, the risk is 1/3 for each of the first three records and 1/6 for each of the remaining six records.
For an individual in a microdata set, the reidentification risk is the chance of correctly matching this individual to an individual in the population. This can be calculated based on q i . Table II shows a patient microdata set in the same format as that of Table I except that the direct identifier, Name, is removed and replaced by a system-generated noninformative Patient ID. If the data is released with Zip5 and DOB, then the first five records can be uniquely reidentified based on the population data: they are Alice, Bob, Charlie, Dave, and Grace, respectively. The last record has a reidentification risk of 1/2 (either Helen or Irene). If the data is released with Zip3 and YOB, then Patient #1 can be Alice, Bob, or Charlie; thus, the reidentification risk for the patient is 1/3. Similarly, the reidentification risk for Patients #2 and #3 is also 1/3, respectively. For Patient #4 (or #5 or #6), there are 6 matching records in the population. Thus, the reidentification risk for Patient #4 (or #5 or #6) is 1/6.
The k-anonymity model does not provide a precise estimate of reidentification risk for an individual record. Instead, it provides the maximum reidentification risk for any individual record in a dataset, which is 1/k. This maximum occurs when the individuals in an EC in the microdata are the same as those in the corresponding EC in the population. When releasing data in Table II , if Zip3 and YOB are used, then the released data satisfy 3-anonymity and the maximum reidentification risk is 1/3 for any record. This maximum risk is equal to the actual reidentification risk for the first three records but much larger than the actual risk (1/6) for the last three records.
Instance-Disclosure Risk for Same-Disease Microdata
For same-disease data, disclosure risk should be evaluated differently. To see this, assume that all records in the example have the same disease. Suppose that the data is released with Zip3 and YOB, which satisfies both Safe Harbor and 3-anonymity requirements. An adversary having access to the population data will know for certain that the first three records are Alice, Bob, and Charlie. If the adversary's target is Alice (or any of these three people), the adversary will discover that Alice has the disease even though it cannot be determined which of the three patients is Alice. The actual identification of Alice is not important here. Because the number of records in this EC is 3 in both the microdata and the population, the chance of the instance that an individual in the population appears in the microdata is 3/3 = 1. In terms of the second EC (with Zip3 = '002 * * ' and YOB = 1935), the number of records is 3 in the microdata and 6 in the population. Therefore, the chance of the instance is 3/6 = 0.5.
Based on this observation, we now define the instance-disclosure risk. Let D be a same-disease microdata set for which all direct identifiers are removed. Let P be the population segment containing D. In P, direct identifiers exist and the QI attributes are represented in the same way as in D. Thus, for each EC in D, there is an EC in P with the same QI values. We arrange matching ECs in D and P in the same order and label the matching EC in D and P with the same index i. Let n i and N i be the number of records in the ith EC in D and P, respectively. The instance-disclosure risk for a record in the ith EC is defined by
Statistically, r i is the probability that an individual having the QI values specified in the ith EC in population P appears in microdata D. The instance-disclosure risk has the following important property.
PROPOSITION 1. Instance-disclosure risk is generally greater than reidentification risk; that is, r i ≥ q i for every i.
PROOF. Since n i ≥ 1, we have that
It follows from Proposition 1 that the widely used reidentification risk measure actually underestimates the disclosure risk for same-disease data. The maximum reidentification risk suggested by k-anonymity, which is 1/k, may also underestimate the disclosure risk for same-disease data. This is true for the illustrative example in Table II , in which instance-disclosure risks for the two ECs are 1 and 0.5, both greater than 1/3. It is also possible for k-anonymity to overestimate the risk for same-disease microdata. Suppose that there are 15 individuals in the population having Zip3 = '002 * * ' and YOB = 1935. Then, the instance-disclosure risk for a record in the second EC in the microdata is 3/15 = 0.2, which is much smaller than 1/3. In short, the maximum reidentification risk suggested by k-anonymity does not really provide appropriate information about disclosure risk for same-disease data.
The instance-disclosure risk is defined for an individual record. To measure average risk with respect to a microdata set, let |D| be the number of records in D and m be the number of ECs in D. Then, the average instance-disclosure risk for D is defined by
For the illustrative example in Table II , the average instance-disclosure risk is
Like a probability measure, the instance-disclosure risk measure r i and average instance-disclosure risk R range between zero and one, as stated in Proposition 2 below.
PROPOSITION 2. The values of r i and R are in the range of (0, 1].
PROOF. Clearly, r i > 0, ∀i, and R > 0, since n i , N i > 0, ∀i. It is also obvious that n i ≤ N i since the number of records in the ith EC in D cannot be greater than the corresponding number in P. Thus, r i = n i /N i ≤ 1, and
We can similarly define the average reidentification risk for D as
For the illustrative example, the average reidentification risk is Q = 1 6 3 1 3 + 3 1 6 = 0.25.
The Proposed Algorithm to Reduce Instance-Disclosure Risk
To anonymize the data with the same sensitive value (e.g., same disease), we use the generalization operation as in k-anonymity [Sweeney 2002 
Thus,
Substituting the definition of r(D 0 ) into this inequality, we have that
which is not true in general. Therefore, either r(D 0 ) < r(D 1 ) or r(D 0 ) < r(D 2 ). This completes the proof.
An algorithm using generalization to reduce the instance-disclosure risk should be able to consider both microdata and population data. Existing k-anonymity algorithms (e.g., Sweeney [2002] and LeFevre et al. [2006] ) are not appropriate because they are based on microdata only. On the other hand, approaches based on reidentification risk are also not applicable because they consider population data only. We propose a novel algorithm that efficiently computes instance-disclosure risks using both microdata and population data. The algorithm divides the data into a number of subsets based on the idea of recursive binary partitioning in decision trees [Breiman et al. 1984; Li and Sarkar 2009, 2014] . Unlike traditional bottom-up k-anonymity algorithms, such as Sweeney [2002] , the proposed algorithm divides the data from top down, which is computationally more efficient.
After the dataset is partitioned into subsets, the records within a subset are more similar to each other than those between subsets. For example, the first three records in Table II will most likely be grouped in one subset; the remaining three records will be in another subset. The values of the QI attributes (Zip5 and DOB) for the records within each subset are very similar. These values are then generalized to transform each subset to an EC. To avoid unnecessary information loss, the generalization is based on the most detailed common QI values within a subset. For example, the original ZIP code values for the two subsets in Table II will not be generalized to Zip3 (Safe Harbor) format, but will remain in Zip5 format since all records within the same subset have the same Zip5 value (i.e., 00101 and 00202 for each subset, respectively). On the other hand, DOB will be generalized to YOB. It is clear that, in general, the utility of the data processed using the proposed algorithm is expected to be better than that based on the SH rule.
In the recursive partitioning process, there are many ways to split the data by using different QI attributes and different values of a QI attribute, causing different instancedisclosure risks and different data qualities when the QI values of the partitioned subsets are generalized. We have discussed how to measure instance-disclosure risk. In terms of data quality, it is clear that an attribute having a larger variance in its values will have more information loss if the values of the attribute are generalized. Such an attribute should have a higher priority to be selected for partition to reduce the variance after partition. Let v j be the variance of attribute j in a (partitioned) dataset. Let R j(s) be the average instance-disclosure risk when splitting the subset at value s of attribute j. Then, the ratio R j(s) /v j captures both the disclosure risk and dataquality aspects. Because a small disclosure risk and a large variance are preferred, the split having the minimum R j(s) /v j should be selected for partitioning the current set. Our proposed algorithm uses this criterion at each iteration. Note that in computing variance, we first transform categorical QI values into numeric or ordered values based on coding methods suggested in LeFevre et al. [2006] , then normalize all original or transformed numeric values to unit scale.
The proposed algorithm is given in Figure 1 . It follows from Proposition 3 that the maximum instance-disclosure risk increases as recursive partitioning of dataset D causes the partitioned subsets to be progressively smaller, thus generalized at more detailed levels. Therefore, a minimum subset size, like the k parameter in k-anonymity, can be used to control the disclosure risk. The algorithm is computationally analogous to a decision-tree algorithm. As such, the time complexity of the algorithm is of O (NlogN), where N is the number of records in P. In actual implementation, we can reduce P to include only the segment of the population that is relevant to D. As such, P is unlikely to be overly large. Thus, the algorithm can be quite efficient. The algorithm assumes that the QI attribute values can be ordered. Otherwise, local recoding, as suggested in LeFevre et al. [2006] , should be applied to convert the data to orderable values.
EXPERIMENTAL EVALUATION
We conducted an experimental study in order to validate the analytical results obtained in the previous section and to compare the proposed algorithm with the SH approach. The study used two real patient datasets with real population data and was approved by the Institutional Review Board of the authors' institutions. The first dataset includes 180 records of patients who had undergone the same surgical procedure (thus can be considered as same-disease data) in an NIH-funded, single-center, randomized trial listed on the ClinicalTrials.gov website. All patients resided in a single northeast state in the United States, and were recruited between 2008 and 2010. There are three QI attributes in the dataset: gender, date of birth, and 5-digit ZIP code (LDS). The patients were 61% female, had a mean age of 65 years, and resided in 84 ZIP codes. The second dataset includes 300 randomly selected records of patients who resided in the same state as the first dataset and went to the same center in 2012. The QI attributes include gender, year of birth, and 3-digit ZIP code (SH compliant) . The voter registration lists for that state were collected to serve as the primary population data. The full voter dataset included 3,641,990 records. Out of these records, 401,517 were in the 84 ZIP codes, which were used in the experiment. A commercial data vendor was also used as a supplemental source for population data. The population data includes detailed information for the individuals, such as gender, residence address, and date of birth.
We first compare the results of reidentification risk with those of instance-disclosure risk for SH and LDS release. Note that LDS is applicable to the first dataset only since the second set was originally in SH format already. As described earlier, reidentification risk and instance-disclosure risk vary with different records. Thus, we report in Table III the maximum reidentification risk (max q i ) and maximum instance-disclosure risk (max r i ), as well as the average risks Q and R. It is clear from Table III that max q i and Q are considerably smaller than max r i and R, respectively, in all scenarios (except the maximum risks in LDS release). This suggests that traditional reidentification risk measures seriously underestimate the real risk of disclosure for same-disease data. It is also observed that LDS release has much higher risks than SH release for all risk measures, which is expected. Both max q i and max r i with LDS release are one (100%), indicating unique reidentification of at least one record in the dataset. Next, we examine the effectiveness of the proposed algorithm in reducing instancedisclosure risk in comparison with the SH approach. This was performed for the first dataset only because the ZIP code and date attributes in the second dataset were originally given in Zip3 and YOB format, which do not provide room for the proposed algorithm to generalize the values at a more detailed level. We anonymize the original data with the SH rule and the proposed algorithm, respectively. In generalizing QI values for a dataset, it is clear that the larger the number of ECs (i.e., the smaller the size of an EC), the less degree of generalization is required for individual ECs, which means less information loss after generalization. To facilitate the comparison, we have thus used our algorithm to partition the data such that the number of ECs generalized is no less than the number of ECs with the SH approach, which implies that information loss for the data generalized with our algorithm is no more than that with the SH approach.
The results from SH and the proposed algorithm are shown in Table IV . The number of ECs with the proposed algorithm is slightly larger than that with SH, suggesting slightly smaller information loss with our algorithm. On the other hand, the maximum and average instance-disclosure risks with our algorithm are only about half of those with SH. Therefore, our algorithm is very effective in reducing instance-disclosure risk for same-disease data. We have also reported runtime performance in Table IV . Apparently, it takes more time for the proposed algorithm to anonymize data than the SH approach. This is expected because, as discussed earlier, the time complexity for the proposed algorithm is of O (NlogN), while it is linear for the SH approach. Nevertheless, the proposed algorithm is efficient and fast enough for practical use.
DISCUSSION
Sharing of same-disease data is common in medical research and health care practice. Individuals in same-disease microdata are subject to higher disclosure risk than those in microdata with different diseases. This problem has been overlooked in data-privacy research and practice. In this study, we have shown analytically and experimentally that the widely used reidentification risk measure underestimates the actual disclosure risk for same-disease data. With increasing concerns for patient privacy, this finding has significant policy and practical implications.
This study reveals two limitations of the HIPAA Safe Harbor policy. First, Safe Harbor applies the same standards for releasing different microdata, which expectedly causes underprotection for some microdata but overprotection for others because disclosure risks in different microdata are different. In the same-disease case, Safe Harbor tends to be underprotective. Second, SH considers only PHI elements, based exclusively on identity-disclosure concerns. Studies have shown that sensitive data that are not PHI, such as disease data [Machanavajjhala et al. 2006; Li et al. 2007 ] and mobility traces [de Montjoye et al. 2013] , can cause privacy breach. Instance disclosure in samedisease data poses another kind of privacy threat not caused by identity disclosure. This suggests that focusing on PHI alone without considering disease information may not be adequate for safeguarding patient privacy. Same-disease data requires tighter privacy protection than data with different diseases.
However, we do not advocate setting up a more restrictive Safe Harbor standard. A more stringent Safe Harbor policy would cause overly large information loss for many data-sharing applications. We recommend that data-owner organizations and researchers employ HIPAA's Statistical Standard approach when sharing same-disease microdata. This work has established a theoretical ground for such a statistical approach. As shown in this article, disclosure risk analysis for same-disease microdata is, in a sense, simpler than that for data with different diseases (such as l-diversity and t-closeness). It is worthwhile to make the effort to pursue the analysis.
For the broad data-quality research community, it is important to note that, for a privacy-preserving data-sharing problem, there are two types of data-quality measures with inconsistent objectives: privacy disclosure risk and data utility. When evaluating different privacy-preserving data-sharing approaches, both disclosure-risk and datautility measures must be examined together.
CONCLUSION
We have performed an analytical and experimental study of the disclosure risk for same-disease microdata. In closing, we should emphasize that privacy implications vary across different diseases. For example, an HIV patient dataset is obviously much more sensitive than a flu patient dataset. Therefore, even though the flu dataset has higher disclosure risks than the HIV dataset, it is expected that the HIV dataset requires a more protective action. This should be very clear to policymakers and datasharing entities. In addition, we should stress that the proposed approach applies to the same-disease data-sharing problem but is inappropriate for more general multipledisease problems.
In this study, we have focused on instance-disclosure risk and data utility without any application context. However, data utility can be measured in various ways, depending on application context. Different data utility measures can be used for same-disease data analytics. For example, if the purpose is to build a classification model based on the data to help determine if a patient has a disease, then classification error as well as false-positive and false-negative errors will be essential data-utility measures [Li and Sarkar 2009] . On the other hand, if the task is to discover association rules among health data items, then an important data utility measure should be accuracy or error rate in the support of large itemsets [Li 2009 ].
One limitation of this work is that the proposed algorithm was tested on only one real dataset for proof of concept. This dataset might not be an ideal representation of various patient populations. For example, there are more female than male and much older patients in the data, and all patients resided in a single state in the United States. It will be more helpful if more datasets with different characteristics are used for experimental evaluation. In order to compare the proposed algorithm with the Safe Harbor approach, the PHI values in the original data need to be more detailed than those restricted by Safe Harbor (e.g., date of birth instead of year of birth, and 5-digit ZIP code instead of 3-digit ZIP code). Due to data holders' privacy concerns, it is very difficult to obtain data with more detailed information than that allowed by Safe Harbor. Future research will obtain more data to further validate the proposed approach.
